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(a) Promoter P1 
 
>P1_Block_1 
 
Dr: -3636    AATCTAATTTATATCTG    -3620 
       C  AATCTAAT  ATAT TG 
Fr: -3044    AATCTAATAAATATGTG    -3060 
 
V$OCT1 O$PTBP  
alignment position   1 . . . . . . . . .   1 1 . . . . . 
Dr 1   A A T C T A A T T T   A T A T C T G 
Fr 1   A A T C T A A T A A   A T A T G T G 
 
 
>P1_Block_2 
 
Dr: -3557    CCAGAAAATAAAA    -3545  
       D  CCAGAAAATAAAA 
Fr: -1271    CCAGAAAATAAAA    -1259  
 
V$ZF35 V$RUSH 
alignment position   1 . . . . . . . . .   1 1 . 
Dr 1   C C A G A A A A T A   A A A 
Fr 1   C C A G A A A A T A   A A A 
 
 
>P1_Block_3  
 
Dr: -3512    CATTTCAGTACACA--TTTCA    -3494  
       D  CATT CAGTACACA  TTTCA 
Fr: -4874    CATTGCAGTACACACATTTCA    -4894 
 
V$RU49 V$ZF03 V$HASF  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 
Dr 1   C A T T T C A G T A   - - C A C A T T T C   A 
 
Fr 1   C A T T G C A G T A   c a C A C A T T T C   A 
 
 
 
>P1_Block_4 
 
Dr: -3202    TATCCTGTT    -3194  
       D  TATCCTGTT 
Fr: -3149    TATCCTGTT    -3157 
 
No common TF matches found. 
alignment position   1 . . . . . . . . 
Dr 1   T A T C C T G T T 
Fr 1   T A T C C T G T T 
 
 
>P1_Block_5 
 
Dr: -3084    TGTGTGTATGTGTG    -3071 
       D  TGTGTGT TGTGTG 
Fr: -3776    TGTGTGTCTGTGTG    -3789 
 
V$RUSH V$SMAD  
alignment position   1 . . . . . . . . .   1 1 . . 
Dr 1   T G T G T G T A T G   T G T G 
Fr 1   T G T G T G T C T G   T G T G 
Fig 1 Supplementary 
  
>P1_Block_6 
 
Dr: -3042    GAAGTCATTCT    -3032  
       D  GAAGTCATTCT 
Fr: -1084    GAAGTCATTCT    -1094 
 
V$TCFF  
alignment position   1 . . . . . . . . .   1 1 
Dr 1   G A A G T C A T T C   T 
 
Fr 1   G A A G T C A T T C   T 
 
 
 
>P1_Block_7 
 
Dr: -2979    CACACACACATAG    2967  
       D  CACACACACATAG 
Fr: -4396    CACACACACATAG    -4384 
 
No TF matches found. 
alignment position   1 . . . . . . . . .   1 1 . 
Dr 1   C A C A C A C A C A   T A G 
Fr 1   C A C A C A C A C A   T A G 
 
 
>P1_Block_8 
 
Dr: -2957    GTGTCATTTTCCCTGGGCTGCCGGCTGAC-CAACACACAAGTGCTCATT    -2910  
       B  GTGTCATTT   C   GCTGCCG CT AC CAAC   CAA TGCTCATT       
Fr: -1688    GTGTCATTTAGGCCATGCTGCCGCCTAACTCAACGG-CAACTGCTCATT    -1641  
 
 
Dr: -2909    TTCATGGCACTGTGG    -2895  
       B  T CA GGCA TG GG 
Fr: -1640    TACAGGGCAGTGCGG    -1626  
 
V$CSEN O$INRE V$PAX6  V$AP1R  V$HAND  V$MYOD V$SORY V$NKXH V$BRN5 V$HOXF V$YY1F V$BRNF  
V$ABDB  V$SF1F V$LTFM V$RBP2 
        
alignment 
position 
  1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . .   3 1 . . . . . . . .   4 1 . . . . . . . . 
Dr 1   G T G T C A T T T T   C C C T G G G C T G   C C G G C T G A C -   C A A C a c a C A A   G T G C T C A T T T 
Fr 1   G T G T C A T T T A   G G C C A T G C T G   C C G C C T A A C t   C A A C g g - C A A   C T G C T C A T T T 
 
 
alignment 
position 
  5 1 . . . . . . . .   6 1 . . 
                                       
Dr 50   T C A T G G C A C T   G T G G 
                                       
Fr 50   A C A G G G C A G T   G C G G 
                                       
 
 
>P1_Block_9 
 
Dr: -1532    AAACCAGCAAATAAACAAGCTAGCTAAAAC    -1503  
       C  AA CCAG AAATAAA AAG T GC AAAAC  
Fr: -1274    AACCCAGAAAATAAAAAAG-T-GCAAAAAC    -1247  
 
V$FKHD V$NFAT V$ABDB  V$BRNF V$CDXF V$ZF35 V$ARID  O$VTBP  V$SATB  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . . 
Dr 1   A A A C C A G C A A   A T A A A C A A G c   t a G C T A A A A C 
Fr 1   A A C C C A G A A A   A T A A A A A A G t   - - G C A A A A A C 
  
>P1_Block_10 
 
Dr: -1189    ACTATAGAAACCACCCAGA    -1171  
       C  ACT T GAAACCAC CAGA  
Fr: -3275    ACTGTGGAAACCACACAGA    -3293 
 
V$HAML  V$NFKB V$ZFHX V$ZF08 V$SAL2  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . 
Dr 1   A C T A T A G A A A   C C A C C C A G A 
Fr 1   A C T G T G G A A A   C C A C A C A G A 
 
 
>P1_Block_11 
 
Dr: -1110    AAACTGCTTCA    -1100  
       D  AAACTGCTTCA  
Fr: -1494    AAACTGCTTCA    -1504 
 
No common TF matches found. 
alignment position   1 . . . . . . . . .   1 1 
Dr 1   A A A C T G C T T C   A 
 
Fr 1   A A A C T G C T T C   A 
 
 
 
>P1_Block_12 
 
Dr: -1073    TACACATATATGCACACCTAAATACACATATAGATAGT    -1036  
       A  TA ACA   ATGCACA  T  A ACACA ATAG TA T  
Fr: -4416    TAGACACCAATGCACAGATGCACACACACATAGGTAAT    -4379  
 
V$CEBP V$OCT1 V$PAX6  V$BRAC  V$HASF  V$RUSH 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . .   3 1 . . . . . . 
Dr 1   T A C A C A T A T A   T G C A C A C C T A   A A T A C A C A T A   T A G A T A g t 
Fr 1   T A G A C A C C A A   T G C A C A G A T G   C A C A C A C A C A   T A G G T A a t 
 
 
>P1_Block_13 
 
Dr: -1021    ATTTGTTTTTAACCAG    -1006  
       C  ATT GTTTTTAAC AG  
Fr: -3085    ATTAGTTTTTAACGAG    -3100 
 
V$CIZF V$CHRF 
alignment position   1 . . . . . . . . .   1 1 . . . . 
Dr 1   A T T T G T T T T T   A A C C A G 
Fr 1   A T T A G T T T T T   A A C G A G 
 
 
 
 
>P1_Block_14 
 
Dr: -852    TTTTAATGAGGCTAACATCGAGATAATATCAAGTGGTGAGTGAGGGTGGA    -803  
      B  TT TAAT AG CTA  AT   GATA TATCAAGTGGT AGTGAGGGTGGA       
Fr: -1037   TTCTAATAAGACTATGATTATGATACTATCAAGTGGTAAGTGAGGGTGGA    -1086 
 
 
V$BRN5 V$SORY V$BRNF V$CLOX V$GATA V$HAND  V$HOMF V$EBOX V$HIFF V$MYOD V$HESF V$MITF 
V$NKXH V$SREB V$CAAT  V$NEUR V$KLFS O$INRE V$CARE  V$SAL2  V$MIZ1 
   
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . .   3 1 . . . . . . . .   4 1 . . . . . . . . 
Dr 1   T T T T A A T G A G   G C T A A C A T c g   a G A T A A T A T C   A A G T G G T G A G   T G A G G G T G G A 
Fr 1   T T C T A A T A A G   A C T A T G A T t a   t G A T A C T A T C   A A G T G G T A A G   T G A G G G T G G A 
 
 
>P1_Block_15 
 
Dr: -778    CCAC-CA-AAACACACTC    -763  
      D  CCAC CA AAACACACTC  
Fr: -499    CCACACAGAAACACACTC    -516 
 
V$HAML  V$ZF35 V$BPTF V$ZFHX V$CABL  
alignment position   1 . . . . . . . . .   1 1 . . . . . . 
Dr 1   C C A C c a - - A A   A C A C A C T C 
Fr 1   C C A C a c a g A A   A C A C A C T C 
 
 
>P1_Block_16 
 
Dr: -701    TTTTGTACTTTTTT-TTTT    -684  
      D  TTTTG ACTTTTTT TTTT  
Fr: -1249   TTTTGCACTTTTTTATTTT    -1267 
 
V$RUSH V$CIZF V$CABL  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . 
Dr 1   T T T T G T A C T T   T T T T T T T T - 
Fr 1   T T T T G C A C T T   T T T T A T T T t 
 
 
>P1_Block_17 
 
Dr: -625     ATCATCTTCTGGGAAACTCTTC    -604  
       C  ATCA CT  TGGGAAACT TTC  
Fr: -3027    ATCACCTCATGGGAAACTTTTC    -3006  
 
V$STAT  V$XBBF V$CEBP V$RBPF V$IKRS V$MZF1 V$MYT1 V$ZF03 V$ZFHX 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 
Dr 1   A T C A T C T T C T   G G G A A A C T C T   T C 
Fr 1   A T C A C C T C A T   G G G A A A C T T T   T C 
 
 
 
 
 
>P1_Block_18 
 
Dr: -510    CATGTGAC-TGGAGTTCCACCTA-TCAGA    -484  
      D  CATGTGAC TGG GTTC ACC A TCAGA  
Fr: -544    CATGTGACGTGG-GTTCGACC-ACTCAGA    -518  
 
V$TCFF  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . 
Dr 1   C A T G T G A C T G   G A G T T C C A C C   T A T C A G A 
Fr 1   C A T G T G A C G T   G G G T T C G A C C   A C T C A G A 
 
 
>P1_Block_19 
 
Dr: -472     GCGAGCAGCA    -463  
       D  GCGAGCAGCA  
Fr: -3549    GCGAGCAGCA    -3540  
 
No common TF matches found. 
alignment position   1 . . . . . . . . . 
Dr 1   G C G A G C A G C A 
Fr 1   G C G A G C A G C A 
 
 
>P1_Block_20 
 
Dr: -454    GCGGGAGCTGTG    -443  
      D  GCGGGAGCTGTG  
Fr: -1597   GCGGGAGCTGTG    -1608 
 
V$SMAD  
alignment position   1 . . . . . . . . .   1 1 
Dr 1   G C G G G A G C T G   T G 
Fr 1   G C G G G A G C T G   T G 
 
 
 
>P1_Block_21 
 
Dr: -202     CTCGCTCTCACCACA    -188  
       D  CTCGCTC CACCACA  
Fr: -3392    CTCGCTCCCACCACA    -3378  
 
V$MZF1 
alignment position   1 . . . . . . . . .   1 1 . . . 
Dr 1   C T C G C T C T C A   C C A C A 
Fr 1   C T C G C T C C C A   C C A C A 
 
 
>P1_Block_22 
 
Dr: -162    GGCTTGTGGCGAAAGATTCCTGTGGCACTCTCAAACCCCAAATTCTTGG -114  
      B  GGCTTGTGGC    GATTCCTGTGG   TC CAAACC  A  TTCT GG       
Fr: -179    GGCTTGTGGCTCTGGATTCCTGTGGTGGTCACAAACCG-A--TTCTCGG -134  
 
 
Dr: -113    TTGCAGGCTGTCTATG    -98  
      B  TTGC  GC  TCT TG  
Fr: -133    TTGCGCGCCATCTCTG    -118  
 
V$HASF  V$HAML V$ZF08 V$GFI1 V$CLOX V$ETSF V$GATA V$GUCE V$EBOX V$IKRS V$KLFS V$AP2F  
V$HOMF V$BRNF V$SORY V$STAT  V$PAX6  V$XBBF 
      
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . .   3 1 . . . . . . . .   4 1 . . . . . . . . 
Dr 1   G G C T T G T G G C   G A A A G A T T C C   T G T G G C A C T C   T C A A A C C c c a   a A T T C T T G G T 
Fr 1   G G C T T G T G G C   T C T G G A T T C C   T G T G G T G G T C   A C A A A C C g - -   - A T T C T C G G T 
                                           
   
 
          
alignment position   5 1 . . . . . . . .   6 1 . . . 
                                      
Dr 51   T G C A G G C T G T   C T A T G 
                                      
Fr 48   T G C G C G C C A T   C T C T G 
                                      
 
 
>P1_Block_23 
 
Dr: -80     TTTC-TCC-GACTGTCATTCTC    -61  
      D  TTTC TCC GA TGTCATTCTC  
Fr: -5053   TTTCCTCCAGAATGTCATTCTC    -5074  
 
V$TALE  V$CSEN V$TCFF 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 
Dr 1   - T T T C T C C - G   A C T G T C A T T C   T C 
Fr 1   t T T C C T C C a G   A A T G T C A T T C   T C 
 
 
 
 
(b) Promoter P2 
 
>P2_Block_1 
 
Dr: -5505    TCATTTAAAAAAATAATTCCAAAGTTA    -5479 
       B  TC TTTAAAAAAA AA T  AAA TTA  
Fr: -294     TCTTTTAAAAAAAAAAATTTAAAATTA    -320 
 
O$VTBP  V$CDXF V$PARF  V$FKHD V$BRNF  V$HOMF V$PAXH  V$RUSH 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . 
Dr 1   T C A T T T A A A A   A A A T A A T T C C   A A A G T T A 
Fr 1   T C T T T T A A A A   A A A A A A A T T T   A A A A T T A 
 
 
>P2_Block_2 
 
Dr: -4930    AATAAAT-ATTTTAAAATA    -4913   
       D  AATAAAT ATTTTAAAATA   
Fr: -2187    AATAAATGATTTTAAAATA    -2205 
 
V$RUSH O$VTBP  V$PAXH  V$CHRF 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . 
Dr 1   A A T A A A T - A T   T T T A A A A T A 
Fr 1   A A T A A A T g A T   T T T A A A A T A 
 
 
>P2_Block_3  
 
Dr: -4466    TTTTTTTTTCCTTCTGTAAAT    -4446  
       C  TTTTTTTTT  TTCTGT AAT   
Fr: -3630    TTTTTTTTTTTTTCTGTGAAT    -3650 
 
V$ARID  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 
Dr 1   T T T T T T T T T C   C T T C T G T A A A   T 
 
Fr 1   T T T T T T T T T T   T T T C T G T G A A   T 
 
 
>P2_Block_4 
 
Dr: -3926    CTGTAACCGTAGAAACTGC    -3908  
       D  CTG AACCGTAGAAACTGC    
Fr:  2808    CTGAAACCGTAGAAACTGC    -2790  
 
V$MYBL V$XBBF V$OSRF 
alignment position   1 . . . . . . . . .   1 1 . . . . . . . 
Dr 1   C T G T A A C C G T   A G A A A C T G C 
Fr 1   C T G A A A C C G T   A G A A A C T G C 
 
 
>P2_Block_5 
 
Dr: -3900    GTCTGAATTTGACAGGCGCGCGGAG-TCA    -3873  
       C  GTCT AAT TGACAGGCGC C GAG TCA   
Fr: -2773    GTCTAAATGTGACAGGCGCCCAGAGCTCA    -2745  
 
V$CSEN V$KLFS V$TALE  V$AP2F  V$HAND  V$MYOD V$EBOX V$HESF V$E2FF V$ZF5F O$TF2B  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . . . . 
Dr 1   G T C T G A A T T T   G A C A G G C G C G   C G G A G - T C A 
Fr 1   G T C T A A A T G T   G A C A G G C G C C   C A G A G c T C A 
 
 
>P2_Block_6 
 
Dr: -3682    GTGCGGTCACGTATTAATAATGAAC    -3838  
       D  GTG GGTCACGTATTAATAATGAAC   
Fr: -2713    GTGTGGTCACGTATTAATAATGAAC    -2689  
 
V$CART  V$CREB V$EBOX V$HIFF V$LHXF V$ARID  V$NKXH V$PAX3  V$SIX3 V$HBOX V$HOMF V$HOXF 
V$PAX6  V$SATB  V$BCDF V$BRNF O$VTBP  V$DLXF V$PIT1 V$NKX6 V$PAXH  V$HOXC V$ABDB  V$OCT1 
V$ZF35 O$INRE V$TCFF 
         
algnment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . 
Dr 1   G T G C G G T C A C   G T A T T A A T A A   T G A A C 
Fr 1   G T G T G G T C A C   G T A T T A A T A A   T G A A C 
 
 
>P2_Block_7 
 
Dr: -2982    TTAAAATAAA-TAAATAAAT    -2964  
       D  TTAAAATAAA TAA TAAAT   
Fr: -2517    TTAAAATAAAATAA-TAAAT    -2535 
 
V$BRNF  V$FKHD O$VTBP  V$SATB  V$SAL1  
alignment position   1 . . . . . . . . .   1 1 . . . . . . . 
Dr 1   T T A A A A T A A A   T A A A T A A A T 
Fr 1   T T A A A A T A A A   A T A A T A A A T 
 
 
>P2_Block_8 
 
Dr: -974    ATAACTAT-TTTAAATAGATTATTTA    -950 
      D  ATAA TAT TTTAAATAGA TATTTA  
Fr: -2322   ATAAATATATTTAAATAGAATATTTA    -2347 
 
V$CART  V$HOMF V$MEF2 V$ABDB  V$LHXF O$PTBP  V$BRNF V$CHRF V$CLOX V$FKHD V$HOXC O$VTBP  
V$SATB  
           
alignment position   1 . . . . . . . . .   1 1 . . . . . . . .   2 1 . . . . 
Dr 1   A T A A C T A T - T   T T A A A T A G A T   T A T T T A 
Fr 1   A T A A A T A T a T   T T A A A T A G A A   T A T T T A 
 
